. Genes clustering with SK1 (GRMZM2G021786), shaded in red, were retained for further analysis. (B) Bayesian rooted tree containing putative SK1 homologs from B. dystachion, O. sativa, S. italica, S. bicolor, and Z. mays . The Arabidopsis nearest hit to SK1, AT3G22250.1 (UGT82A1), was used as the outgroup. Bayesian posterior probabilities are indicated at each node. (C) Clustal Omega (v1.2.1 at http://www.ebi.ac.uk/Tools/msa/clustalo/) amino acid alignment of Arabidopsis AT3G22250.1 (UGT82A1) and maize SK1 (GRMZM2G021786). Position of conserved amino acids indicated as fully conserved (*), strongly similar amino acids (:) with Gonnet PM250 matrix score >0.5, and weakly similar (.) with score =<0.5. Details for amino acid alignments and tree construction can be found in the 
